Conclusion: HBoV1 DNA is frequently found in NPAs from children with LRTI in Latvia. Although very often HBoV1 infection is accompanied by co-infections with other respiratory viruses, however there are LRTI cases when HBoV1 is the only pathogen detected, indicating its possible role in etiology of the disease.
HCoV-OC43 (29%) URTIs were less associated with LRTI than HCoV-229E (50%) and HCoV-NL63 (40%). Most of children admitted with HCoV LRTI required supplemental oxygen (11 out of 17 hospitalised patients), but only 2 required it for more than 4 days. HCoV-229E was related with more oxygen requirements, and HCoV-OC43 with longer hospitalization stays. Only one case was admitted to Paediatric Intensive Care Unit. No fatal cases due to HCoV infection were reported.
Conclusions: Simultaneous circulation of the several HCoVs species was shown from 2014 to 2016. Phylogenetic analysis revealed the circulation of viruses belonging to different genetic subgroups. Despite seasonal infection by these four HCoV species is usually related to mild-respiratory disease, little differences in the clinical features per specie were shown. Virological surveillance must be done to detect changes on the virological and clinical features related to circulating viruses. 
